Raw Sequence Lb ting Error Summary 



ERROR DETECTED 
ATTN: NEW RULES CASES: 



1 Wrapped Nucleics 

Wrapped Aminos 



_Misaligned Amino 
Numbering 



_PatentIn 2.0 
"bug" 



_Skipped Sequences 
(OLD RULES) 



Skipped Sequences 

(NEW RULES) 



SUCCESTED CORRECTION SERIAL NUMBER: _ 

PLEASE DISRECARD ENCLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 

The numberAext at the end of each line "wrapped" down to the next line. This may oca., \t your file 
was retrieved in a word processor alter creating it. Please adjust your right margin to .3; this will 
prevent "wrapping." 

The rules require that a line not exceed 72 characters in length. this includes white spaces. 

The numbering under each 5* amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead. 

The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Plejbe 
ensure your subsequent submission Is saved In ASCII text. 

Sequences) contain n's or Xaa's representing more thai, one residue. Per Sequence Rules, 
each n or XaaTan only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be rn.ss.ng. 

A "bue" in Patentln version 2 0 has caused ftie <220>-<223>«ection to be missing from amino acid 

sequences^) Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
Subsequent amino acid sequence. This app.les to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 

Sequences) missing. If intentional, please insert the following lines for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" u i shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to Include the skipped sequences. 

Seque nce(s) missing. If Intentional, please .nsert the following lines for each skipped sequence. 

<2 10> sequence id number 
<400> sequence id number 



9 Use ofn'sorXaa's 

(NEW RULES) 



10 Invalid <213> 

Response 



11 Useof<220> 



12 Patentln 2.0 

"bug" 



13 ■ Misuse of n 



Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if. 
In <220> to <223> section, please explain location of 



and which residue n 



* Per 1 823 of Sequence Rules, the only valid <2I3> responses are: Unknown, Artificial Sequence, or 
scTentific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence 

Sequences) missing the <220> "Feature" and associated numeric identifiers and responses. 

Use of<220>to<223> is MANDATORY if <213> "Organism" response is "Artificial Sequence" or 
"Unknown" Please explain source of genetic material in <220> to <223> section. 
(S^?^!R«S«r, E 06A)l/1998.Vo!.63.Na 104, pp. 29631-32) (Sec. 1.823 of Sequence Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



" h can only be used to represent a single nucleotide i 
any value not specifically a nucleotide. 



i a nucleic acid sequence. N is not used to represent 



AMC/MH - Biotechnology Systems Branch - 08/21/2001 



OIPE 



DATE: 08/02/2001 
TIME: 10:58:21 



noes Not CompiV 
Corrected Diskette Needeo 



3 <uo> APPLICANT : Macina, Roberto A 

4 Nair, Manoj ,^* na to Lung Specific 
? < 12 0> SSi « Sv»TIO.: 0-PO.it.- ana „et h c dS 

1 tlHl NUMBER OE S«IJ fJ^S 
20 <170> SOFTWARE: Patentln Ver. 



ERRORED SEQUENCES 



1285 <210> SEQ ID NO: 22 

128 6 <2H> LENGTH : 355 
io«7 <212> TYPE: DNA 

E -> 1294 gtggcanttn ga ccagatat 

SI ESS =2=? ntngMmcnn 

1600 <210> SEQ ID NO: 38 

1601 <2H> LENGTH: 2475 
•,cr>o ^91 9> TYPE: DNA 
i 6 6 °0 2 3 <213> ORGANISM: Hcno sapiens 

1605 <400> jMnEMCE: 38 cagaccttgt 

1606 atcacctgca tcctcg gy t ttcagg 

1607 agtcgagctt ^gagattcg J 

1608 tgcagtgaac agcaaccaat 

1609 ttcgtctttg cagcg^agcc ^ 

1610 agccccatag ^"^ccggg c 

1611 ctgacacatt cctggagcac atgjr 

1612 ggaacactgg «tcatctg aatgtggctc 

1613 gagatgataa g«tgg * tgtgcgc aca 

1614 catgcggaga ccatcaagaa tg g g^ 

1615 ctctaccggc ccgttgctgt 99 

1616 atcaagggca geggcactgc agaggtgg^ 

1617 ctggataacg ^acatgg q 

1618 atctgcaagg ^tggaagt 

1619 caggtgaagc agaaaggtgc J» 

1620 ggcagcaaga agggtgtgaa ccttc 
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^ tgct a c tg ca ? g r cp-J « 

(^ggctttgc ^£* g *| ^tcaccnl: 180- 
Ytcataaaca agtctctgtg 240 
tnattgtgtl: ctxactgcta * g ^ 

tttcacaccc attatattct ay * 
gatgtaaaat tttntagncn gnagg 

aattgaagac tttgagtcct «cgga 
agcgccggag gacctcagca * 300 

t?cagaccca gcagctgcac jcagccatgg ^ 
tggacattga ttcaccaccc £cacag ^ 
ccagcttccc ^cagtgga J 480 

gtctgaattc tctcatggac tc ^ 
gccacggaaa gctttgcttc y 600 
aotaaaggac ctgagatccg 660 
ctgaagaagg 9*9 cC ^tct etacaagaac 720 
gagaacatcc tgtggctgga ctac y 
atctacgtgg ^fcttg 840 

"tgtcggag 900 




8/2 



DATE: 08/02/2001 

Z «,../....»« ™»- 10:58:21 

1621 aagg .=a t cc raf= SS-pSl||gSi!^^ 9 

liliiiiiiiipill 

E ss ssss i= Us sss ssss 
S E5S =55 == f£i Sis £i# £ 

iiisisiiiiiiil 

SS -ss; r: - - 

- S= 3 SSS <=1 S= SSS 
«« = c| U£s ;sss SEES ss«. - 

1646 tactgcagca cctccaggcc tg y 

1647 tgaagcacca aaaaa 

rttBKWK 220> » <223> Mas of 
each sequence using n or Xaa. 
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• • DATE: 08/02/2001 

SSSS^SclSSr US/OS/909,567 TIME: 10:58:23 

. r differS , Replaced Application Number 
L -12 M-.270 C: Current Application »^*^£ oeA Current Filing Date 
? it M 271 C: Current Filing Date drf fers , k P for se q ID# : 2 

as: ~ 4 *-- ~ SEQ ID,:7 

T M-258 W: Mandatory Feature im» ^ td#:7 

t 3 38 M 341 W: (46) -n" or "Xaa" used fo r SEQ ID ^ gEQ ID# ; 8 

L : 445 M: 258 W: Mandatory Feature — f ID# : 8 

L -445 M:341 W: (46) »n» or Xaa ^ ^ fQund for SEQ ID* . 

s :s ::ui xs'vE ii^- 1 - ^ « «... 

L-117 5 M:258 W: Mandatory F^ure m y id# . 19 

l'.1175 M:341 W: (46) "n« or "Xaa *° <223> not foun d for SEQ ID* . 19 

L L ;ii 7 76 M:258 *: Mandatory Feature ^ SEQ ID. : 19 ^ f r seq 

L:1 176 M:341 W: (46) ^^re missing, <223> not found for SEQ ID*. 19 

L! 1177 M:258 H: mandatory Feature m ^ id#;19 

L-H77 M:341 W: (46) "n" or Xaa wea, found for SEQ ID* . 1* 

i;S78 M:258 W: Mandatory Feature m ss ng ^ 

L-1178 M-.341 W: (46) "n" or Xaa «ea^ ^ fQund for SEQ ID* . 19 

S;il79 M:258 W: Mandatory Feature ™*£»*> se q IDt : 19 

L: 1179 M:341 W: (46) "n« or Xaa use ^ ^ found fQr SEQ ID* . 19 

LllSO M:258 W: Mandatory Feature missi g, ^ ^ 

L :1180 M:341 W: (46) n» or Xaa^ use^, required , for SEQ ID#.22 

T-1291M:340 E: (46) n ° r Ada 

M : 340 Repeated in SeqNo=22 uged; require d, for SEQ ID#:38 

L:1622 M:340 E: (46) n or a 



;: //C:\CRF3\Outhold\VsrI909567.htm 



8/2/01 



